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treated with PGPR
Anam Yousaf1*, Abdul Qadir1, Tehmina Anjum2 and Aqeel Ahmad2
1 College of Earth and Environmental Sciences, University of the Punjab, Lahore, Pakistan, 2 Institute of Agricultural Sciences,
University of the Punjab, Lahore, Pakistan
Phytosterol contents and food quality of plant produce is directly associated with
transcription of gene squalene synthase (SS). In current study, barley plants were
treated with different rhizobacterial strains under semi controlled (27 ± 3◦C) greenhouse
conditions in order to modulate expression of SS gene. Plant samples were analyzed
through semi-quantitative PCR to evaluate effect of rhizobacterial application on
transcriptional status of SS. Results revealed that among four SS genes (i.e., SSA, SS1,
SS2, and SS3), the most expressive gene was SSA; while, SS2 was screened out as
the second best induced gene due to Acetobacter aceti. The most efficient bacterial
strain which recorded maximum gene expression was A. aceti AC8. Moreover, AC7
was reported as the least efficient bacterial species for inducing SS gene expression.
AC8 enhanced the share of SSA and SS2 up to 43 and 31%, respectively. The study
also described ribosomal sequence of the most efficient bacterial strain AC8, which was
used to determine its phylogenetic relationships with other microbial strains. The study
would be helpful to improve quality of plant produce by modulating transcription of SS
genes.
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Introduction
Phytosterols are an important content of human food, which control lipid and cholesterol
absorption and prevent heart diseases. Consumption of phytosterol rich food can reduce heart
and circulatory system disorders signiﬁcantly. Previous studies that carried out to evaluate food
commodities for their phytosterol and other dietary contents ranked barley among the ﬁrst crops
in that index (Carr et al., 2010). It was recommended that barley should be consumed as staple food
item to control obesity and hyperlipidemia. This recommendation was made on the basis of more
phytosterols in barley than other staple food crops. Now, it is important to enhance constitutive
phytosterols of barley using some environmentally safe measures. This goal can be achieved
through a number of techniques including genetic engineering, plant breeding and modulation
of transcriptional proﬁle through biological agents. Genetically engineered plants and breeding
programs have not been the point of interest for many experts due to their environmental hazards
and time consuming operations. Using biological entity to modulate transcriptional proﬁle has
always been an encouraged technique due to its low cost, easy application, high eﬃciency, and
environmentally safe nature. Therefore, application of non-pathogenic microbes has been selected
to enhance phytosterol contents in barley seeds.
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Squalene is a key precursor of phytosterol synthesis in plant
cells, which play an important role in production of phytosterols.
Quantities of squalene and phytosterols have been found directly
associated with transcription of squalene synthase (SS) gene (Lee
et al., 2004). Thus, SS is a key factor in production of phytosterol
and its transcription is directly related to the production of
phytosterols by plants. Transcriptional rates of SS indicate the
quantity of phytosterol at any developmental stage of plant. Rate
of transcription of SS has been used frequently to determine
quantity of phytosterol in plants (Nguyen et al., 2013). Moreover,
studies based upon transcriptional rates of genes are considered
more reliable than studies based on other techniques. Current
investigation determines the induction of phytosterol contents
in barley seeds under the activity of non-pathogenic bacterial
strains. For this purpose, transcriptional rate of SS has been
used as a key parameter to evaluate this induction. The current
study will be a remarkable contribution in improving human
food.
Materials and Methods
Selected staple food crop ‘barley’ was grown in greenhouse
of Institute of Agricultural Sciences, University of the Punjab
Lahore, Pakistan under semi controlled conditions (27 ± 3◦C).
Barley was treated with diﬀerent strains of bacteria Acetobacter
aceti (i.e., AC1, AC2, AC3. . .. AC8). Therefore, inoculum of each
bacterial strain was separately prepared from 16 h old bacterial
cultures. Bacterial cells were collected through centrifugation
at 5000 rpm and then its inoculum was prepared in distilled
sterilized water. Inoculum concentration of each bacterial strain
was adjusted to 1 × 106 bacterial cells/mL. Moreover, 100 mL
of bacterial inoculum was added into soil of respective pots (of
12 inches diameter), containing three barley plants in each pot.
Each treatment was replicated thrice, while each replicate was
consisted upon 50 pots. Plants were watered when needed and
seeds of mature plants were randomly harvested prior to their
processing for gene expressions analysis.
Reverse Transcriptase (PCR)
Barley seeds were collected and immediately preserved in
liquid nitrogen in order to minimize the molecular reactions.
Then, 0.5 g of material was crushed in liquid nitrogen
to extract RNA. RiboEx (TM) of “biomol” was used to
isolate RNA and M-MLV kit of “Enzynomics” was further
used to synthesize cDNA. DNAse I (Roche Diagnostics
Mannheim, Germany) was added into RNA samples at
37◦C for 30 min and then isolated RNA was checked
spectrophotometrically for its absorbance at 260 nm. Speciﬁc
gene primers were designed and used against PCR ampliﬁcations
as mentioned in (Table 1). Speciﬁc designed primer set
was used to target Gene α-Tubulin as internal control
(housekeeping) gene [F]: TGAACAACTCATAAGTGGCAAAG;
and [R]: TCCAGCAGAAGTGACCCAAGAC (Xu and Shi,
2006). All the selected genes were ampliﬁed separately at their
optimum thermal cyclic conditions and then 5 μL of amplicon
was loaded in a similar well on 1% agarose gel. Agarose gel
TABLE 1 | Sequence of primer sets used to target specific Squalene
Synthase (SS) genes in barley.
Gene Abbreviation Primer details (5′ . . .. . .3′ )
Squalene
Synthase A
SSA AAG ATT TCT ATC CGT TGT TGA AGC
AAA CTA GGA ATT TGC TTG TGC ATC
Squalene
Synthase 1
SS1 ACA AAA GTA CCG AGG GTT GAT GA
TAT ATA TCT GTT TCG CCA AGC ACA A
Squalene
Synthase 2
SS2 TGCAAATCAAGCAATCTTATCTAAGA
TTT GCA AAA CCC AAT CAC AGG CT
Squalene
Synthase 3
SS3 TAC CAA TAG TGA TGG CTT TTC ATT
TTT GCA AAA CCC AAT CAC AGG CT
was further analyzed using GELANALYZER (Lazar, Hungary)
and statistical analysis was also carried out through DSAASTAT
(Onofri, Italy).
Identification of the best bacterial strain
Initially, identiﬁcation of the best performing bacterial strain was
carried out through biochemical means and bacterial strain was
identiﬁed as A.aceti. Then ribotyping of A. aceti was performed
to conﬁrm the identiﬁcation of bacterial species on molecular
basis. Thus, 16S sequence of the bacteria was ampliﬁed in a
gene speciﬁc PCR reaction with 0.5 mM of each primers F:
TTT TCG GAT TGT AAA GCA CTT TC and R: TTC TCA
CGA CAC GCG CTT. Moreover, PCR mixture consisted upon
MgCl2 (1.5 mM), 0.8 mM deoxynucleoside triphosphate (dNTP)
mixture, Taq DNA polymerase (0.6 U) and genomic DNA of
the bacterial strain (20 ng) in a total volume of 25 mL. Initial
denaturation was carried out at 94 ◦C for 5 min, and ﬁnal
extension at 72◦C for 10 min. Thermocyclic conditions provided
to PCR reaction were, denaturation at 94◦C for 1 min, annealing
at 58◦C for 30 s and extension at 72◦C for 1 min.
Verification of Elevated Phytosterol Contents
Induction of phytosterol contents was also conﬁrmed using
biochemical analysis of barley seeds. For this purpose, method
of Mo et al. (2013) was followed. Brieﬂy, seeds of treated as
well as control plants were harvested and their endosperms were
crushed separately. Preweighed (1 g) of crushed seedmaterial was
extracted with 10 mL of 80% ethanol. The extracts were dried up
to 0.2 mL volume and added up with 10 μL of internal standard
[d6]-cholesterol. Saponiﬁcation was carried out with ethanolic
KOH (2 M, 2 mL) at 80◦C for 60 min. Mixture was centrifuged
for 5 min at 3000 × g and 4◦C after the addition of deionized
water (2 mL) and n-hexane (3 mL). The upper hexane layer was
collected and its 3μL injection was analyzed using amobile phase
of acetonitrile/methanol (99:1, v/v) at ﬂow rate of 600 μL/min.
Temperature of ion source was adjusted at 300◦C accompanied
with declustering potential of 75 V. Data obtained was analyzed
using ANALYST (1.5) software and graphs were plotted showing
the quantities of phytosterol contents.
Results
RT-PCR results revealed that total four types of SS genes
were expressed in barley (i.e., SSA, SS1, SS2, and SS3).
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All these four genes exhibited diﬀerent expression levels.
AC8 was screened out as the best bacterial inducer, which
showed maximum activity for elevation of gene expression and
phytosterol contents. The most expressive gene recorded in
treatment AC8 was SSA, which showed its maximum role in
production of SS, and concomitantly in phytosterols production.
Furthermore, SS2 was screened out as a second highly induced
gene by applying treatment AC8. SS3 was screened out as
the best induced gene at third level. SS1 was reported as
the least expressive gene. The most favorable bacterial strain
which exhibited the best relationship with barley and reported
maximum gene expression was AC8. AC7 was reported as
the least signiﬁcant bacterial strain in expression of gene SS1
(Figure 1).
The maximum expression of gene SSA was recorded in
treatment AC8 (174.521 ng/5 μL). AC1 and AC3 were closely
related in upregulating expression of gene SSA with numeric
values of 144.642 ng/5 μL and 140.248 ng/5 μL, respectively.
Strain AC4 (133.511 ng/5 μL) exhibited insigniﬁcant induction
diﬀerence of gene SSA in comparison to the strain AC3. However,
gene SSA treated with strain AC7 (113.299 ng/5 μL) recorded
signiﬁcant transcriptional diﬀerence with treatment AC4; while
strains AC2 and AC6 possessed insigniﬁcant diﬀerence in
upregulation of gene SSA (108.95 ng/5 μL and 104.218 ng/5 μL,
respectively), which was very close to the induction of the same
gene by AC7. Furthermore, strain AC5 gave the least expression
of gene SSA (89.278 ng/5 μL).
Gene SS2 was at second position which showed more
transcriptional rate than gene SS3 and SS1. However, gene SS3
stood third among the expression hierarchy of the tested genes,
while gene SS1 showed the least expression than all other tested
genes, i.e., SSA, SS2, and SS3 (Figure 2).
Squalene synthase2 gene showed the highest expression
(124.4303 ng/5 μL) in bacterial treatment AC8. Gene SS2
under application of treatment AC4 (113.299 ng/5 μL) recorded
FIGURE 1 | Agarose gel image of RT-PCR product of four squalene
synthase (SS) genes (i.e., SSA, SS1, SS2, and SS3) detected in Barley
plants. Barley was treated with eight bacterial strains (i.e., AC1, AC2, AC3. . ..
AC8) to evaluate their effect on expression of SS genes. DNA Marker (DNA
Ladder) was loaded in a well to compare it with other bands as a standard
reference.
FIGURE 2 | Pixel intensity based graph of Agarose gel electrophorated
with RT-PCR products of SS genes. Expression of four SS genes (i.e.,
SSA, SS1, SS2, and SS3) was quantified using GELANALYZER (Lazar,
Hungary) and recorded data were analyzed using DSAASTAT (Onofri, Italy).
Analysis of Variance (ANOVA) and Duncan’s Multiple Range Test (DMRT) were
performed at p ≤ 0.05, and significance of data was mentioned using
alphabets (a, b, c. . .. . .) over each data bar in graph, whereas error bars show
standard error of each data bar.
insigniﬁcant diﬀerence with respective gene expression under
treatment AC8. The bacterial treatments AC3, AC1, and AC6
showed insigniﬁcant diﬀerences in SS2 gene expression with
transcriptional intensity of 105.39 ng/5 μL, 100.703 ng/5 μL,
and 102.46 ng/5 μL, respectively. Treatments, AC2 and
AC7 exhibited slight variation in upregulation of gene SS2
(96.016 ng/5 μL and 92.501 ng/5 μL). Least SS2 gene expression
among eight tested bacterial strains was recorded in AC5
(89.27 ng/5 μL).
Gene SS3 exhibited maximum expression (98.359 ng/5 μL) in
treatment AC4, while treatment AC5 occupied second position
in this hierarchy (96.309 ng/5 μL). Bacterial strains AC2, AC1,
and AC6 were found closely related in upregulation of the
expression of gene SS3 (i.e., 90.157 ng/5 μL, 88.4 ng/5 μL, and
87.521 ng/5 μL, respectively). Transcription of gene SS3 was
insigniﬁcantly variable under the inﬂuence of treatments AC7
(84.592 ng/5 μL) and AC8 (82.541 ng/5 μL). Treatment AC3
showed the least induction of gene SS3 (73.753 ng/5 μL) than
other tested treatments, i.e., AC8, AC7, AC6, AC1, AC2, AC5,
and AC4.
Squalene synthase1 gene showed the maximum expression
(36.551 ng/5 μL) under treatment AC4. Strains AC2 and AC3
exhibited more or less identical patterns for induction of gene
SS1, because the numeric values of gene expression (30.4 ng/5 μL
and 28.935 ng/5 μL, respectively) were very close to each other.
Similarly, strains AC6 and AC1 recorded almost equal rates of
gene SS1 induction (i.e., 28.642 ng/5 μL and 26. 885 ng/5 μL,
respectively). Moreover, AC8 and AC7 also showed identical
activity for inducing SS1 gene expression (i.e., 26.006 ng/5μL and
24.248 ng/5 μL, respectively). Treatment AC5 recorded lower
induction rate of gene SS1 (12.842 ng/5 μL) than induction rate
of respective gene triggered by treatment AC4. Treatment AC8
was screened as the best inducer bacterial strain for SS genes of
barley, which showed the highest upregulation of gene SSA and
the least upregulation of gene SS1 (Figure 2).
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Among eight bacterial strains, AC8 caused maximum
elevation in transcriptional rate of gene SSA (318.51%), whereas,
strain AC1 was the second best inducer for percentage change
in expression of gene SSA (246.86%). Strain AC3 (236.3286%)
followed the strain AC1 with insigniﬁcant diﬀerence. However,
strain AC4 (220.17%) showed signiﬁcant diﬀerence with strain
AC7 (171.7%) and strain AC2 (161.16%) in terms of gene SSA
expression. Whereas, the bacterial strains AC7 and AC2 were
insigniﬁcantly diﬀerent from each other. Strain AC6 exhibited
149.92% change in expression of gene SSA. Furthermore, strain
AC5 caused the least change in expression percentage of the gene
SSA (114.09%) than other bacterial strains. Gene SSA showed
its expression against all eight bacterial treatments, but with
diﬀerent transcriptional rates.
Change in expression of gene SS3 was maximum (228.84%)
in plants treated with strain AC4 followed by strain AC5 with
insigniﬁcant diﬀerence (221.99%). Treatment AC2 upregulated
the expression of gene SS3 up to 201.42%, which was
insigniﬁcantly higher than the upregulation caused by strain
AC6 (192.61%). Strains AC7 and AC8 recorded almost
equal rates of induction of gene SS3 with numeric values
of 182.82 and 175.96%, respectively. Hence, treatment AC3
exhibited the least percentage induction value of gene SS3
(146.58%).
The highest upregulation in gene SS2 was caused by strain
AC8 with numeric value of 190.45%. Treatment AC4 was
next in boosting transcriptional rate of gene SS2 (164.47%).
Furthermore, strain AC3 elevated the transcription of gene
SS2 up to 146.00%, closely followed by strain AC4. Strains
AC6 and AC1 enhanced the transcription of gene SS2 with
more or less equal rates of 139.16 and 135.06%, respectively.
Strain AC7 elevated the transcription of the gene SS2 up to
115.92% making strain AC5 as the least eﬃcient inducer of
the gene (74.21%). Gene SS2 also showed the same variable
trend of increased transcription under the inﬂuence of diﬀerent
treatments.
Transcriptional rate of gene SS1 did not elevated by any of
the eight bacterial strains. Gene SS1 had not shown percentage
elevation of its expression in any of the eight bacterial strains.
Thus, it was recoded that percentage change of expression of gene
SSA was maximum under inﬂuence of strain AC8 (Figure 3).
Maximum expression enhancement of SS genes (156.56%)
was recorded due to application of treatment AC8. Strain AC4
triggered insigniﬁcantly lower expression (142.89%) of SS genes
than strain AC8. Whereas, strains AC1 and AC3 were third
among Squalene inducers’ index due to insigniﬁcantly diﬀerent
upregulation rates of 130.05 and 118.72%, respectively. Strains
AC2, AC6, and AC7 showed signiﬁcantly lower induction of
SS genes product than strain AC3 with insigniﬁcant diﬀerence
among them (i.e., 108.75, 106.80, and 102.24%, respectively). The
least elevation in quantity of SS genes product was recorded due
to application of treatment AC5 with numeric value of 82.67%
(Figure 4).
In control treatment of barley, plants showed varied
expression of SS genes. The most expressed gene was SS1 (35%)
followed by equally expressed genes of SS2 and SSA, each
having a share of 24%. Gene SS3 recorded the least percentage
FIGURE 3 | Percentage change in expression of four SS genes (i.e.,
SSA, SS1, SS2, and SS3) due to application of eight bacterial strains
(AC1, AC2, AC3. . .. . . AC8). Data were statistically analysed through ANOVA
and DMRT at p ≤ 0.05 using DSAASTAT (Onofri, Italy). Error bars show the SE
calculated against each bar and significance of data has been mentioned
through alphabets (e.g., a, b, c. . .. . .) calculated at p ≤ 0.05.
FIGURE 4 | Efficiency of eight bacterial strains (i.e., AC1, AC2, AC3. . ..
AC8) to induce transcription of SS in Barley plants. Data were
statistically analysed through ANOVA and DMRT at p ≤ 0.05. Statistical
analyses were performed at p ≤ 0.05 using Add-on package of MS-Excel,
DSAASTAT (Onofri, Italy).
transcriptional share of 17%. Plants treated with strain AC8
exhibited gene SSA occupying maximum percentage share of SS
(43%) in its transcriptional proﬁle. Second most expressed gene
was SS2 possessing 31% share of total SS transcription. Gene SS3
occupied the third position among transcriptional index of all the
tested SS genes with its share of 20%. However, gene SS1 was the
least expressed gene (6%) among all SS genes. Therefore, gene SS1
possessed the maximum expression (35%) and gene SS3 showed
the least (17%) in control treatment. Whereas, gene SSA recorded
the highest transcriptional share of 43% and gene SS1 recorded
the least share 6% among treated plants (Figure 5).
Molecular Identification
Ribotyping of bacterial species generated a sequence of 600 bases
which was submitted to GenBank under the accession number
# KR024029 (Figure 6A). BLAST analysis of the sequence
showed ≥97% similarity with previously reported sequences of
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FIGURE 5 | Percentage share of SS genes (i.e., SSA, SS1, SS2, and
SS3) in synthesis of total Squalene in Barley. Squalene share was
estimated in control treatment of Barley (A) and in Barley plants treated with
bacterial strain AC8 (B). Statistical package DSAASTAT (Onofri, Italy) was
used to analyze data.
A. aceti (Figure 6B). The sequence recorded the maximum
similarity with strains ZIM B043, LMG-28092, and LMG-
27543 of A. aceti (Accession # AJ012542.1, KJ147512.1, and
HG424426.1, respectively).
Verification of Phytosterol Contents
The highest level of phytosterol contents was found in plants
treated with bacterial strain AC8, which was more than
three times of the contents of control plants. Strain AC6
induced phytosterols with insigniﬁcant diﬀerence from AC8.
However, barley seeds harvested from AC3 treated plants
recorded signiﬁcantly lower phytosterol contents than AC8.
Strain AC4 and AC5 showed almost equal phytosterol induction.
Similarly, barley seeds harvested from strain AC1, AC2, and
AC7 treated plants also exhibited almost similar phytosterol
FIGURE 7 | Phytosterol contents of barley seeds harvested from barley
plants treated with different bacterial treatments (i.e., AC1, AC2,
AC3. . . AC8). Error bars show the standard error of data bar. However, e.ach
change in alphabet represents the significant difference among data bars
calculated by DMRT at p ≤ 0.05, using statistical package DSAASTAT (Onofri,
Italy).
quantities, which were even lower than the control treatment
(Figure 7).
Discussion
Bacterial treatments aﬀect physiological metabolism going on
inside plant body (Schallau and Junker, 2010; Ahemad and
Kibret, 2014; Lau et al., 2014). Commonly, they can change
the rates with which genes are being transcribed inside plant
FIGURE 6 | PCR amplification of 16S sequence of Acetobacter aceti (A), and its dendrogram in comparison to other reported sequences of the same
bacterial species based upon similarity index (B). Values mentioned against each strain show the phylogenetic distances of different bacterial strains.
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cells. Transcriptional rates modify nutritional contents of
commodities, thus modulating nutritional composition of plant
produce (Georgieva et al., 2000; Duan et al., 2013; Ruzanski et al.,
2013). Therefore, composition of plant produce can be modiﬁed
by application of speciﬁc bacterial treatments. In this way, quality
of plant produce can be improved by directing transcription
of genes in a speciﬁc direction. Current study describes the
modulation of transcriptional rates of SS genes in order to
improve phytosterol contents of barley. Thus, the investigation
strengthens all previous reported studies in this direction and
concluded bacterial isolates which may be potentially used to
improve phytosterol contents in routine diet.
Transcription of gene SS1 was decreased after application
of A. aceti, and this trend was more or less identical in all
bacterial applications. It sets a generalized notation that gene
SS1 is negatively correlated with external bacterial applications.
However, the reason behind these ﬁndings is not known and
a number of eﬀorts are needed to discover factors behind it.
This conclusion will be helpful to understand genetics behind
squalene synthesis and phytosterol production. Transcription of
three squalene production genes, i.e., SS2, SS3, and SSA were
upregulated after application of A. aceti, but the pattern and
extent of enhanced transcriptional rates were greatly variable.
No signiﬁcant pattern could be constructed between the bacterial
treatments and transcriptional elevations of SS genes. It indicated
the complexity of this aspect in plant genetic studies. Therefore
a number of studies should be performed to understand
transcriptional responses of SS genes after bacterial treatments.
Speciﬁc genes have a deﬁnite generalized response toward
bacterial applications. Response intensity of a speciﬁc gene
may vary due to diﬀerent types of bacterial applications but
direction will never be opposite. Gene SSA was found to
be more responsive toward external application of bacterial
treatments revealing that it was transcriptionally more sensitive.
SS2 stood second with reference to transcriptional sensitivity
closely followed by SS3. It concludes that SSA has strong
association with transcriptional mediators triggered by external
applications (Armengaud et al., 2010; Beg et al., 2012). However,
other tested genes showed weaker associations with external
bacterial treatments.
Percentage share of SS1 in total squalene contents was
signiﬁcantly decreased in barley produce. It means that
transcription of SS genes was increased with possibly enhanced
production of phytosterol contents; but the eﬀects of this
altered transcription on chemical composition of phytosterols
and their proportion were unknown. Identiﬁcation of bacterial
species was carried out as A.aceti (FCBP-537). A. aceti has
never been involved in economically important plant and
human diseases. Therefore, it would be appropriate to use
A. aceti in agricultural ﬁelds to elevate the transcription of
SS genes. However, application of intact bacterial species may
cause unknown interactions with untargeted microbes in the
surrounding environment. Therefore, active metabolites from
the bacterial species must be studied and active metabolic
compound/s should be identiﬁed, which is/are responsible for
enhancement of transcriptional rate of SS genes in barley.
Transcriptional processes going on inside plant cells are
very complex in nature. Most of the times, pattern recorded
in actual biochemical quantiﬁcations strictly obeys the pattern
prevailed in transcriptional data. However, in rare cases it
is not true as well. Therefore, the quantiﬁcation of actual
phytosterol contents was performed and it was recorded that
highest quantities of phytosterols were present in seeds of
AC8 treated plants. It is important because AC8 also recorded
the maximum induction of SS genes during transcriptional
analysis. Moreover, strain AC7 showed the least induction of SS
genes, and it also recorded the least quantities of phytosterols
in barley seeds. Hence, the study proved a strict association
between SS gene transcriptional rates and actual phytosterol
contents. This ﬁnding comes in agreement with Lee et al.
(2004).
Acetobacter aceti does not have any previous history of
being a human pathogen, and it is a very important bacterial
species with high use in industries (Zahoor et al., 2006; Awad
et al., 2012). Current study also demonstrated A. aceti as a
biological treatment enhancing SS transcription leading to the
augmentation of phytosterol contents in food commodities.
A. aceti does not cause any infection on humans but some
researchers mistakenly described its association with pink disease
of pineapple (Buddenhagen and Dull, 1967; Rohrbach and
Pfeiﬀer, 1976). However, it has been proved through numerous
studies that particular species has no involvement in pink disease
of pineapple (Cha et al., 1997; Pujol and Kado, 1999, 2000;
Chotani et al., 2000; Silberbach et al., 2003; Marín-Cevada
et al., 2006). Thus, its application in agricultural areas including
pineapple cultivation has no threat to agricultural crops and
hence strongly recommended as ﬁeld application.
Acknowledgment
The role of Higher Education Commission, Pakistan (HEC) is
highly acknowledged with reference to this study, which funded
the research work in terms of material supplies.
References
Ahemad, M., and Kibret, M. (2014). Mechanisms and applications of plant growth
promoting rhizobacteria: current perspective. J. King Saud Univ. Sci. 26, 1–20.
doi: 10.1016/j.jksus.2013.05.001
Armengaud, P., Breitling, R., and Amtmann, A. (2010). Coronatine-insensitive
1 (coi1) mediates transcriptional responses of Arabidopsis thaliana to
external potassium supply. Mol. Plant 3, 390–405. doi: 10.1093/mp/
ssq012
Awad, H. M., Diaz, R., Malek, R. A., Othman, N. Z., Aziz, R. A., and El
Enshasy, H. A. (2012). Eﬃcient production process for food grade acetic acid
by Acetobacter aceti in shake ﬂask and in bioreactor cultures. J. Chem. 9,
2275–2286. doi: 10.1155/2012/965432
Beg, Q. K., Zampieri, M., Klitgord, N., Collins, S. B., Altaﬁni, C., Serres,
M. H., et al. (2012). Detection of transcriptional triggers in the dynamics
of microbial growth: application to the respiratorily versatile bacterium
Shewanella oneidensis. Nucleic Acids Res. 40, 7132–7149. doi: 10.1093/nar/
gks467
Frontiers in Plant Science | www.frontiersin.org 6 September 2015 | Volume 6 | Article 672
Yousaf et al. Transcriptional modulation of squalene synthase in barley
Buddenhagen, I. W., and Dull, G. G. (1967). Pink disease of pineapple fruit caused
by strains of acetic acid bacteria. Phytopathology 57, 806.
Carr, T. P., Ash, M. M., and Brown, A. W. (2010). Cholesterol-lowering
phytosterols: factors aﬀecting their use and eﬃcacy. Nutr. Diet. Suppl. 2, 59–72.
doi: 10.2147/NDS.S10974
Cha, J. S., Pujol, C., Ducusin, A. R., Macion, E. A., Hubbard, C. H., and Kado,
C. I. (1997). Studies on Pantoea citrea, the causal agent of pink disease
of pineapple. J. Phytopathol. 145, 313–319. doi: 10.1111/j.1439-0434.1997.tb
00407.x
Chotani, G., Dodge, T., Hsu, A., Kumar, M., LaDuca, R., Trimbur, D., et al. (2000).
The commercial production of chemicals using pathway engineering.
Biochim. Biophys. Acta 1543, 434–455. doi: 10.1016/S0167-4838(00)
00234-X
Duan, G., Christian, N., Schwachtje, J., Walther, D., and Ebenhöh, O. (2013). The
metabolic interplay between plants and phytopathogens. Metabolites 3, 1–23.
doi: 10.3390/metabo3010001
Georgieva, I., Edreva, A., Rodeva, R., Sotirova, V., and Stoimenova, E. (2000).
Metabolic changes in tomato fruits and seeds after viral, bacterial and
fungal infections. Acta Physiol. Plant. 22, 281–284. doi: 10.1007/s11738-00
0-0033-2
Lau, W., Fischbach, M. A., Osbourn, A., and Sattely, E. S. (2014). Key
applications of plant metabolic engineering. PLoS Biol. 12:e1001879. doi:
10.1371/journal.pbio.1001879
Lee, M. H., Jeong, J. H., Seo, J. W., Shin, C. G., Kim, Y. S., In, J. G., et al.
(2004). Enhanced triterpene and phytosterol biosynthesis in Panax ginseng
overexpressing squalene synthase gene. Plant Cell Physiol. 45, 976–984. doi:
10.1093/pcp/pch126
Marín-Cevada, V., Vargas, V. H., Juaírez, M., López1, V. G., Zagada, G.,
Hernández, S., et al. (2006). First report of the presence of Pantoea citrea, causal
agent of pink disease, in pineapple ﬁelds grown inMexico. Plant Pathol. 55, 294.
doi: 10.1111/j.1365-3059.2005.01331.x
Mo, S., Dong, L., Hurst, W. J., and van Breemen, R. B. (2013). Quantitative analysis
of phytosterols in edible oils using APCI liquid chromatography-tandem mass
spectrometry. Lipids 48, 949–956. doi: 10.1007/s11745-013-3813-3
Nguyen, H. T., Neelakadan, A. K., Quach, T. N., Valliyodan, B., Kumar, R.,
Zhang, Z., et al. (2013). Molecular characterization of Glycine max squalene
synthase genes in seed phytosterol biosynthesis. Plant Physiol. Biochem. 73,
23–32. doi: 10.1016/j.plaphy.2013.07.018
Pujol, C. J., and Kado, C. I. (1999). gdhB, a gene encoding a second quinoprotein
glucose dehydrogenase in Pantoea citrea, is required for pink disease of
pineapple.Microbiology 145, 1217–1226. doi: 10.1099/13500872-145-5-1217
Pujol, C. J., and Kado, C. I. (2000). Genetic and biochemical characterization of the
pathway in Pantoea citrea leading to pink disease of pineapple. J. Bacteriol. 182,
2230–2237. doi: 10.1128/JB.182.8.2230-2237.2000
Rohrbach, K. G., and Pfeiﬀer, J. B. (1976). The interaction of four bacteria causing
pink disease of pineapple with several pineapple cultivars. Phytopathology 66,
396–399. doi: 10.1094/Phyto-66-396
Ruzanski, C., Smirnova, J., Rejzek, M., Cockburn, D., Pedersen, H. L., Pike, M.,
et al. (2013). A bacterial glucanotransferase can replace the complex barleyose
metabolism required for starch to sucrose conversion in leaves at night. J. Biol.
Chem. 288, 28581–28598. doi: 10.1074/jbc.M113.497867
Schallau, K., and Junker, B. H. (2010). Simulating plant metabolic pathways
with enzyme-kinetic models. Plant Physiol. 152, 1763–1771. doi:
10.1104/pp.109.149237
Silberbach, M., Maier, B., Zimmermann, M., and Buchs, J. (2003). Glucose
oxidation by Gluconobacter oxydans: characterization in shakingﬂasks, scale-
up and optimization of the pH proﬁle. Appl. Microbiol. Biotechnol. 62, 92–98.
doi: 10.1007/s00253-003-1222-x
Xu, W. F., and Shi, W. M. (2006). Expression proﬁling of the 14-3-3 gene family
in response to salt stress and potassium and iron deﬁciencies in young tomato
(solanum lycopersicum) roots: analysis by real-time RT-PCR. Ann. Bot. 98,
965–974. doi: 10.1093/aob/mcl189
Zahoor, T., Siddique, F., and Farooq, U. (2006). Isolation and characterization of
vinegar culture (Acetobacter aceti) from indigenous sources. Br. Food J. 108,
429–439. doi: 10.1108/00070700610668405
Conflict of Interest Statement: The authors declare that the research was
conducted in the absence of any commercial or ﬁnancial relationships that could
be construed as a potential conﬂict of interest.
Copyright © 2015 Yousaf, Qadir, Anjum and Ahmad. This is an open-access article
distributed under the terms of the Creative Commons Attribution License (CC BY).
The use, distribution or reproduction in other forums is permitted, provided the
original author(s) or licensor are credited and that the original publication in this
journal is cited, in accordance with accepted academic practice. No use, distribution
or reproduction is permitted which does not comply with these terms.
Frontiers in Plant Science | www.frontiersin.org 7 September 2015 | Volume 6 | Article 672
